Abstract
| INTRODUCTION
The Genus Capripoxvirus of the family Poxviridae comprises three virus lineages viz., goatpox virus (GTPV), sheeppox virus (SPPV) and lumpy skin disease virus (LSDV) of cattle. Although GTPV and SPPV are host-specific in nature, some strains will infect both sheep and goats (Ramakrishnan, Santhamani, & Pandey, 2017; Tuppurainen et al., 2017) . So far, SPPV and GTPV were only reported from the domestic species and not from any wildlife. In contrast, LSDV may infect both domestic and wild ruminants; some strains of LSDV can also infect sheep and goats (Barnard, 1997; Fagbo, Coetzer, & Venter, 2014; Lamien et al., 2011; Le Goff et al., 2009) . In India, GTPV and SPPV infections are being regularly reported with GTPV in goats, SPPV in sheep and vice versa (Bhanuprakash et al., 2010; Santhamani et al., 2015) . Recently, it was reported that the GTPV infection in both sheep and goats (Ramakrishnan et al., 2017) . So far, LSDV has not been reported in this country.
In this study, we report the presence of GTPV in Red Serow (Capricornis rubidus) for the first time. Red Serow is a wild mediumsized mammal which is also a state animal of Mizoram, a landlocked hilly state located in the North-eastern region of India. The Red Serow is classified into the IUCN Red List of threatened species (http://www.iucnredlist.org).
| MATERIALS AND METHODS

| Outbreak and clinical samples
Between May 2015 and October 2016, a total of 113 carcasses of wild Red Serow were found in forests areas from 7 out of 8 districts 
| PCR detection of GTPV
Total DNA from the tissue samples was extracted using the commercial kit (Qiagen) as per the manufacturer's instructions. Initially, for the detection of capripoxvirus, PCR was performed by targeting partial sequences of RPO30 gene (Lamien et al., 2011) . Further genetic characterization was carried out by targeting the P32 gene (Heine, Stevens, Foord, & Boyle, 1999) .
| Virus isolation and confirmation
The samples were further processed for virus isolation in primary lamb testis (PLT) cells. Tissue samples were processed using standard The obtained nucleotide sequences were aligned with references sequences retrieved from the GenBank. The Phylogenetic analyses were performed by neighbour joining algorithm with 1,000 bootstrap replicates using MEGA7 (Kumar, Stecher, & Tamura, 2016) .
| RESULTS
The number of carcasses found in the district is depicted in Figure 1 This laboratory received the morbid materials from five Red Serows with the suspected pox cases. The RPO30 and P32 gene-based PCR and sequencing confirms the involvement of GTPV. Both goatpox and sheeppox diseases are endemic in India and in the earlier studies it was reported that SPPV and GTPV may cross the species (Bhanuprakash et al., 2010; Ramasamy Santhamani et al., 2015) . Similarly, it was reported that GTPV infections in a mixed flock of sheep and goats (Ramakrishnan et al., 2017) . In our earlier study, an outbreak of GTPV in domestic goats of Kolasib district of Mizoram was confirmed in 2013 (unpublished). Therefore, it is plausible that the current outbreak in Serow also might have originated from domestic goats.
The infected sheep and goats shed the virus through various secretions and the virus may survive for years in the ambient environments. The virus transmissions occur through aerosol, direct contact, and possible mechanical transmission by the vector (Bowden, Babiuk, Parkyn, Copps, & Boyle, 2008; Tuppurainen et al., 2017) .
As goat rearing in Mizoram is not organized and there had been every chance of accidental contact of infected domestic goats with wild Serow. The number of animals died in this study was very high.
It was reported that morbidity and mortality caused by GTPV may go up to 100% in the naïve population (Bhanuprakash, Indrani, Hosamani, & Singh, 2006) .
In previous studies P32 and RPO30 genes were targeted for differentiation of GTPV and SPPV as they have lineage-specific signatures (Bhanuprakash et al., 2010; Lamien et al., 2011; Ramakrishnan et al., 2017; Santhamani et al., 2013 Santhamani et al., , 2015 Yan et al., 2012) . In this study also partial sequences of RPO30 and complete sequences of P32 genes revealed the causative agent was GTPV. Further, in the P32 gene-based phylogenetic analyses, the sequences of current isolates clustered with other GTPVs which confirm the involvement of GTPV. This is the first known outbreak of GTPV in wild animals and warrants the immediate attention of researchers, authorities on wild- 
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